Comparison of α5LN to galactose binding domains. (A) Superposition of laminin α5LN (pale blue) and the GBD of Clostridium perfringens NanJ (PDB entry 2v72, magenta). The r.m.s. deviation of 130 matched Cα atoms is 2.2 Å. A calcium ion in NanJ is shown as a sphere. The chain break in the α5LN structure is labelled. 3 Supplementary Fig S3. Sequence alignment of selected laminin α chain LN domains: mouse and zebrafish α1 and α5; mouse α2 and α3B; Drosophila melanogaster α1/2 (wing blister) and α3/5 (LamA); Caenorhabditis elegans α1/2 (lam-3) and α3/5 (epi-1). Identical residues are shaded yellow. Asparagine residues that are predicted to be modified by N-linked glycosylation are in magenta. The sequence numbering of the mouse laminin α5 chain is shown above the alignment. Supplementary Table S1 . Summary of laminin short arm constructs. The criterion used is a yield of > 0.5 mg from 1 litre of conditioned cell culture medium.
Construct
c The criterion used is > 90% of protein eluting as a single symmetric peak from a S200 size exclusion chromatography column run in 20 mM Na-HEPES pH 7.5, 150 mM NaCl, 2 mM CaCl 2 .
